. List of the TUG1 shRNA and sgRNA sequences used in this study. Supplementary Figure 1 . TUG1 is indirectly regulated by T3/TR. (A) Venn diagram for overlapping lncRNAs in the three microarray analysis. (B) T3 does not affect the stability of TUG1 RNA. After T3 treatment for 24 h, HepG2-TR cells were treated with actinomycin D (ActD, 2 μg/ml) for the indicated times. Total RNA was extracted and subjected to qRT-PCR analysis. (C) HepG2-TRα1 cells were co-treated with/without CHX and T3, and TUG1 RNA levels measured using qRT-PCR, with 18S rRNA used as a loading control. (D) TUG1 RNA levels were meaured in SP1-overexpressing Huh7 and HepG2-TRα1 cell lines. 18S rRNA was used as a loading control. (E) ROC analysis of HCC-related lncRNA biomarker. AUC, area under the curve.
. Effect of TUG1 on apoptosis determined in hepatoma cell lines. (A) TUNEL staining showed knockdown of TUG1 in Huh7 and Sk-Hep1 cells accelerated apoptosis. (B) Expression levels of caspase-3 and PARP were determined in TUG1-depleted cells. GAPDH was used as a loading control. (C) Western blot analysis of active caspase-3 expression in TUG1-overexpressing cells was treated with T3 (10 nM). GAPDH was used as the loading control. 
